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» DATE : 11/27/2001 ^ <ty 



4 
6 
8 
9 
10 
11 



SEQUENCE LISTING 

(1 ' Tl^ "l F C^™\r~ W PRODUCTS FOR ™ 

, t TITLE OF IHVEKTIOK: f /^^c^dE ST* '™^„™ s f ^ FOR THE ISOLATION 

S T SSr^'SS^5» DETERMINE THESE 



STRUCTURES . • mitmrFR OF SEQUENCES : 14 



18 {C) city: Arlington 

19 (D) STATE: Virginia 

20 E) COUNTRY: U.S.A. 

21 (F) ZIP: 22202 



C--> 32 



C"> 31 * FILING DATE: 24-May-2001 

32 C CLASSIFICATION: 

36 B FILING DATE : 20-JUL-1992 

52 mlWIH: 2043 base P"" 

53 b! TIPE: nucleic acid 

54 C) STRANDEDNESS : unknown 

55 (D) TOPOLOGY: unknown 
\\ (U1 MOLECULE TYPE'. CDHA 

U SSSS ccaScc cctccctsca gccaagccac aatcccat 

11/27/01 
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DATE: 11/27/2001 

SMScSKT os/o 9 /se3. 75A — 

70 c „c JIlc, ssss 2 SS 

72 TCCCGAGACG ^GCCACTGG CTATG GACAT JGCCTTTC 

74 ACTCCCACCC GCCCCACCCT GGCACAGCCG ^TGCCAC CCAAC 

76 GCTCTGTCCC GCTGTTCAGA GJTW. ATCGT GCACC ACTGGGATA1 c 

7 8 CGCAAGGTGT ACCCACAGGC ^CACf AGCGCT^T C ACC 

80 CCTAAGTCAC GCCTCCCACC ««^ GAAGCCCTGG ^AGATACT ggtcc 

82 TTGGAGCCAC CCCCTAACTG ^ ACGC CCTACG GCTGGCTGG GGCG 

84 ATGTCCTACC GCAGCGACTC CGW» TCGGCC AAGA CCGAGCTGG1 AT 

86 GGCCAGCCTG CCCACCCACC gTCAACC gtgcgctaCT ACCAGAGCCT GC 
8 8 6 8 SgTCCAACT GO^l <^% chC aAGCCCCTGC CCAAGCOG^ ^ 
90 CTCAAGGTGG ^TGTACGb cc TTCGAGAACT GCTGG GCCCC 

Q9 ACGCTGTCCC GGTACAAGTT Clft GC CTGGGCCG TG ^CG1 GG ACGACTTC 

H accgagaagc tgtggaggaa cgooctgg^ CCCGACGCC t tcatccacgt gG cccgctac 

96 AGCAGAAGCA ACTACGAGAG gTCC CAGGAGCTGG ACAAGGACCA gg qaCTGGAT 

98 cagagcccca ^gacctggc ccggt CGGCCT cgct ccttcagct gcatr 

100 CTGAGCTACT TTCGCTGGCG GGAG GAATCCAGGT ACCAGACGG TGCC 

io2 TTCTGCAAGG CCTGCTGG^A ACTGCA G TGCCTGGGC TGCCGGGAAC ^ 

104 GCGGCTTGGT TCACCTGAGA ^CC CC AACCCTCT CTCTTACCT GG ij AGGG aCC 

106 TGGGGCCTCA CCTGCTGGAG TCCT CCCCTC CAGA ^TTGCC AGG >jGCTGGG 

SI CGCTGGGCTT CJOG^C CCTCACCTGC TGGG^CC^ ^ 

110 TCGCCTGCTG GGGACCTCGC G aGGATGTCGG «GTC CCTCA CCCTG 

f 12 GACCTTGGCT GCTG A GCT TGAATCTCAC «GCIGG^ ^ , 

H4 TGGGACCTGC TCC ^^ GGCTT a CTTGGGGCCC ^ TCATCACGGC 

U6 GAGGGCCCTG GGCCCTGGGG AAC ^ CTGTG aGGGG ^CAGAGA^ 

118 GGCTGATTTG TTTGTGATGT ^ ^ A ATGATGACG AGAGCTCAGA 

So ACGGTTTCCA GATGTAATAC GGTT CTCACC JCAGGGGTTA QA 

122 GTTGGTCCCA ^SJ^ ScCCAGGA CCACCACT™ ^TACAG 

S 5SSSS ESS; = caa ^ Sg egcgs 



180 
240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2043 



134 AAA 

,A) LENGTH: 361 amino 
B TYPE : amino acid 
D TOPOLOGY: unknown 
(U ' „t^. orotein 



138 


(i) S 


139 




140 




141 




143 


(ii) 1 


147 


(xi) ! 


149 


Met j 


150 


1 


152 


Leu 


153 




155 


Tyr 


156 




158 


Ser 


159 




161 


lie 



Gin Trp rxw — ^ 15 
10 

nko Vhf 



> la M. - « «- <=» ~ p „ ~ 

20 * n=> Thr GlY Ser Pro m\ 

w«i ser Arg Asp Asp Ala Thr uxy 
Leu Arg Val Ser *xy 

Gly f er s« «. «. « - TW "° ™ - 
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RAW SEQUENCE LISTING DATE: 11/27/2001 

PATENT APPLICATION: US/09/863 , 475A TIME: 11:20:23 

InpuJ-Set": A:\09863475A.raw.txt 

Output Set: N:\CRF3\11212001\I863475A.raw 



ICO 

lb z 


c ^ 










/ u 










75 










OU 


i c a 
lb4 


Cys 


Ser 


bill 


Mer. 


vai 


Pro 


Liiy 


i nr 


Ala 


Asp 


Cys 


HIS 


i le 


inr 


Ala 

Aia 


Asp 


ICC 

lb D 










O D 










90 










y j 




1 C "7 

lb / 


Arg 


Lys 


vai 


Tyr 


Pro 


bin 


Aia 


Asp 


rp l~ -r- 

i nr 


Val 


He 


vai 


HIS 


His 


Trp 


Asp 


ICQ 

loo 








1UU 










i rm 

IUj 










11U 






170 


lie 


Met 


Ser 


Asn 


Pro 


Lys 


Ser 


Arg 


Leu 


Pro 


Pro 


Ser 


r\ — — 

Pro 


Arg 


Pro 


Gin 


i n i 
1 / 1 






J.1 J 










i z u 










i nc 
Iz D 








1 TO 

I/O 






Arg 


Trp 


lie 


Trp 


pne 


Asn 


Leu 


Glu 


Pro 


Pro 


Pro 


Asn 


Cys 


Gin 


T "7 A 

1/4 




1 JU 










Ijj 










14U 










T *7 C 

1 / b 


His 


Leu 


Glu 


Ala 


Leu 


Asp 


Arg 


Tyr 


Phe 


Asn 


Leu 


Thr 


Met 


Ser 


Tyr 


Arg 


1 / / 


1 A ^ 

±4 D 










1DU 










155 










160 


179 


Ser 


Asp 


Ser 


Asp 


lie 


Pne 


Thr 


Pro 


Tyr 


Gly Trp 


Leu 


Glu 


Pro 


Trp 


Ser 


loO 










ICC 










170 










175 




lo2 


Gly 


Gin 


Pro 


Ala 


His 


Pro 


Pro 


Leu 


Asn 


Leu 


Ser 


Ala 


Lys 


Thr 


Glu 


Leu 


1 Q "3 

loo 








ion 
loU 










1 QC 

loD 










19U 






IOC 

loD 


Val 


Ala 


Trp 


Ala 


Val 


Ser 


Asn 


Trp 


Lys 


Pro 


Asp 


Ser 


Ala 


Arg 


Val 


Arg 


lob 






iy d 










zUU 










OAR 








1 o o 
loo 


Tyr 


Tyr 


Gin 


Ser 


Leu 


bin 


Ala 


His 


Leu 


Lys 


Val 


Asp 


Val 


Tyr 


Gly Arg 


ioy 














Zlj 










zzu 










TOT 

19 l 


Ser 


His 


Lys 


Pro 


Leu 


Pro 


Lys 


Gly 


Thr 


Met 


Met 


Glu 


Thr 


Leu 


Ser 


Arg 


iy z 












o i n 










235 










240 


t n a 

194 


Tyr 


Lys 


Phe 


Tyr 


Leu 


Ala 


Pne 


Glu 


Asn 


Ser 


Leu 


His 


Pro 


Asp 


Tyr 


He 


iy j 




















250 










255 




t n t 
19 / 


Thr 


Glu 


Lys 


Leu 


Trp 


Arg 


Asn 


Ala 


Leu 


Glu 


Ala 


Trp 


•» T — 

Ala 


Vai 


Pro 


Val 


TOO 

198 


















26 5 










270 






200 


Val 


Leu 


Gly 


Pro 


Ser 


Arg 


Ser 


Asn 


Tyr 


Glu 


Arg 


Phe 


Leu 


Pro 


Pro 


Asp 


201 






275 










280 










285 








203 


Ala 


Phe 


He 


His 


Val 


Asp 


Asp 


Phe 


Gin 


Ser 


Pro 


Lys 


Asp 


Leu 


Ala 


Arg 


204 




290 










295 










300 










206 


Tyr 


Leu 


Gin 


Glu 


Leu 


Asp 


Lys 


Asp 


His 


Ala 


Arg 


Tyr 


Leu 


Ser 


Tyr 


Phe 


207 


305 










310 










315 










320 


209 


Arg 


Trp 


Arg 


Glu 


Thr 


Leu 


Arg 


Pro 


Arg 


Ser 


Phe 


Ser 


Trp 


Ala 


Leu 


Asp 


210 










325 










330 










335 




212 


Phe 


Cys 


Lys 


Ala 


Cys 


Trp 


Lys 


Leu 


Gin 


Gin 


Glu 


Ser 


Arg 


Tyr 


Gin 


Thr 


213 








340 










345 










350 






215 


Val 


Arg 


Ser 


He 


Ala 


Ala 


Trp 


Phe 


Thr 
















216 






355 










360 



















218 (2) INFORMATION FOR SEQ ID NO: 3: 

220 (i) SEQUENCE CHARACTERISTICS: 

221 (A) LENGTH: 1500 base pairs 

222 (B) TYPE: nucleic acid 

223 (C) STRANDEDNESS : unknown 

224 (D) TOPOLOGY: unknown 
226 (ii) MOLECULE TYPE: cDNA 
228 (iv) ANTI-SENSE: NO 

232 (xi) SEQUENCE DESCRIPTION: SEQ ID NO : 3: 

234 CCTTCCCTTG TAGACTCTTC TTGGAATGAG AAGTACCGAT TCTGCTGAAG ACCTCGCGCT 60 
236 CTCAGGCTCT GGGAGTTGGA ACCCTGTACC TTCCTTTCCT CTGCTGAGCC CTGCCTCCTT 120 
238 AGGCAGGCCA GAGCTCGACA GAACTCGGTT GCTTTGCTGT TTGCTTTGGA GGGAACACAG 180 
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DATE: 11/27/2001 

rjss™ «/../.«.«» TIBE: 11:20 

Output S«: CCCCAGTCTC CTGGAATTAA 

2J0 ssss ss «S IS 

32 SSSS SSS5 SSS SSSSS S» ss-s 

246 tctggatcac aggagaaaat ^g taT gtcaaca gaattccaga tat 

\\\ GTCTCAACCG ^TGT^GT «W AGCTGGTT^ ^qqaGATCG cattgaagag 

250 AACAGATGGC fa aagGGTAGAA ^GGAGA ACCCCG 

2 5 2 CAAGAAGACA ^GAAGG AACCG^CGG MGTTTTGA ^ 

254 CCTCAGCTAT GGGACTGGll CT TATGACACAG "CH. CATTGAGCAT 

2 256 TGGAAGGCGC CG^TGMTG GTGTTTGCTG JGGSJ^ 

2 58 GCCACACAGA ^ C ^J~. GTCTGCTGAC ATGTACTTCA ^ CCC TCTACAT 

260 TACTTAGAAG ACTJICTGGA ^ TCCCGG ATGCCTGTCG TGCACCTGAA ^ 
962 TTTTACGTCA TGATAGACGA LA G aagaGGTGGC A GGA ^^. CTTC CTCTTC 

264 TCCTTACAAG TCTTTGAGAT "JGTCTO^ CACATCCAGC ACGAGGTCGA 
266 ATGAAGACCA ^GGGAGCA CATCC TGGAAACTCT AGG 

268 TGCATGGACG ^TCAAGT CTM GC CAGTCCCG ^GTT^C CCACG CGGCC 

270 GTAGCACAGC TCCAGGCCTG c GGAGAG GGGG TAAGGGGATC 

272 CGGGAACTGT CGGCCGCGTA » aaCCTCACCA <^T«U CCTCAACAAA 

s: sssss s= c sssss 

S SSSSS 5SSS — — ? GC = tTTCTAACCR 

287 (1) S LENGTH: 394 amino adds 

288 • ' TYpE . am ino acid 

289 D ; T oPOLOGY: unknown 

i SSSS 2S^«^- ~ Lys ne ser y se, 

f 9 6 8 U He Thr Met Leu Gin Asp ^ ^ ^ 

299 1 c T vs Ser Glu Thr Ser Leu Pro Ser Ser ^ 

3d *rg Ser Lys Ser , ^ ^ L£U Ile 

302 _ lp Met Asn Val Lys Gly Lys vao. ^ 

V.! « «x V, V,X »1 «1 60 Mo SK 

^nft 50 » « zvra Trp Gin Lys Asp Trp iri» Q0 

3 3 S Glu val Gly Glu Asn Arg Trp ^ ^ ^ 

311 65 rlv Thr His ser Tyr Gin Glu Asp g5 

f 13 Phe Lys Asn Gly Thr 

314 T c rlv Ar g Asn Gly Asp Arg He w n0 

316 *** G1U SJ 

£ ? 9 Asp Trp Phe Asn Pro Lys Asn Arg 25 ^ 

Sa Pro He Val Trp Glu Gly Thr Tyr A P Thr 
Trp LYS Ma P ro 135 £ Thr val Phe 

cw SI nr ^ - - - ™ S 



240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500" 



319 
320 
322 
323 

325 Glu Lys xy. - 15Q 

326 145 
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328 
329 
331 
332 
334 
335 
337 
338 
340 
341 
343 
344 
346 
347 
349 
350 
352 
353 
355 
356 
358 
359 
361 
362 
364 
365 
367 
368 
370 
371 
373 ( 
375 
376 
377 
378 
379 
381 
383 
387 
389 
391 
393 
395 
397 
399 
401 
403 
405 
407 



DATE : 11/27/2001 
SEQUENCE LISTING 475A TIME : 11:20:23 

PATENT APPLICATION. US/U*/ 

, na His Tyr L.» =1" "P «><• I*. GU Mr 

- ~ »* S5 G1 1 - «X U. - ~ - - 

- - - s phe Het val y va „. - «. - - - 

ser Met Met Arg Met Lys Thr 235 

225 v 1 asp Phe Leu Phe Cys Met Asp Val Asp Gin V 

Gln His Glu Val ASP 50 ^ a Leu 

Dho rlv val Glu Thr Leu Giy ^J- ?0 
,u w - - a « phe Iyr Glu «, 

n Rla TrD Trp Tyr Lys Ala ser rx 2g5 
6ln Ala Trp 

Arg Glu Leu Ser Ala Ala Tyr 0 ^ ^ 

290 ala Ala He Phe Gly Gly Thr Pro Thr His 32Q 
Tyr His Ala Ala 315 Asp Ile 

305 D v a tvs GlY He Leu Gln Asp Lys y 

Thr Arg Clu Cys he Lys ^ ^ ^ 

Glu Ala Gin Trp His Asp Glu ser His «u 

Pro Thr Lys He Leu Ser Pro Glu Tyr Cys T P As P 
Asn Lys Pro Thr Ly 36Q Thr 

355 Tvs S er Val Lys Val Ala nv 

lie Gly Leu Pro Ser Asp lie Lys 38Q 

Lys Su Tyr Asn Leu Val Arg Asn Asn Val 

(1) S Z ^ENGTH: 8174 base pairs 
B TYPE: nucleic acid 
C STRANDEDNESS : unknown 

;ss =i g-ss JS5SS -ss; 

GGTGAAAGGG JCTGGGGGCC ^ GGCTCCTGGA ^CACCT CTAAGTTTGG 

GCACCTGAGT CGGAGGGAGG A^ T TCTGC GCCCC A^^li aattGCTGTA 

CTATGCAGAT CACGCAGAAC ^AGAAA GCAAGGCGGC AAT I 

cgggagggcg tgatct^a ctgagG caag TATCCTG cct tggaagcctc t^ tcccmc 

TGAAAGAAGC GACCGCATCT £ G CTC AGATGCT ccAGGCCCAG 

iSE iii ssss ssss SSS5. — 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
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file 
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' * ■ DATE: 11/27/2001 

VERIFICATION SUMMARY _ TIME: 11:20:24 

Latent application: us/09/863,475a 

«- Co p ■ a.\09863475A.raw.txt 

* 1(h) APPLICATION NUMBER : ] 

31 M: 220 C: ^ jUJ-J- « — ^ 

32 M:220 C: Keyword misspelled u 
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